MS2 scores are representative of number of fragment ions found (peptide backbone and stub ion coverage) (2) . q-values depict minimal FDR threshold at which the identification is accepted as described by Käll et al. (3) .
Functional annotation of proteomics results:
Proteins identified from proteomics analyses of tryptic H 2
16
O deglycosylated samples were subjected to gene ontology/functional annotation using STRAP (4). The results have been provided as part of the supplemental material (supplemental file 2), which can be opened and viewed using STRAP. http://www.bumc.bu.edu/cardiovascularproteomics/cpctools/strap/ The following criteria were used for exporting proteins for functional annotation: Site-occupancy analysis data:
Site-occupancy analysis results for Phil-82 including integrated extracted-ion chromatograms have been included as an excel file (supplemental file 1).
Protein and peptide sequences:
Protein sequences for each of the three hemagglutinins and the glycopeptide compositions against which the data were searched have been provided as fasta files (*.fa) as part of the supplemental information (supplemental file 4).
Glycan array binding results:
Glycan array binding results from the Consortium for Functional Glycomics have been provided in supplemental file 3.
Glycomics results with means and errors:
As per journal guidelines, average values and standard deviations from replicate measurements in glycomics experiments have been provided in supplemental file 5.
Proteomics database:
The combined Uniprot and IAV database against which the proteomics data were searched has also been provided in a fasta format in the PRIDE repository.
